Additional methods 1

Staining of p53 by immunohistochemistry
The tissue specimens were stained with a monoclonal mouse anti-human p53-protein antibody (DAKO, Clone DO-7, reference number M7001, Agilent Technologies, Glostrup, Denmark) and run on a Ventana Benchmark Ultra (Roche, Basel, Switzerland). The applied procedures were according to the manufacturers' instruction, and the following staining protocol was used.
Additional methods 2
As described thoroughly by Young et al [7] , we compared MUT-TP53 within subgroups or WT-TP53 patients in the survival analysis.
I)
TP53 missense mutations altering codons that are involved in direct DNA contact (A119, K120, S121, N239, S241, M243, N247, R248, R249, R273, C275, A276, C277, R280, R282, and R283), . Three functional groups were applied: inactive p53, partially active p53, and active p53 [3, 6] . Another functional parameter was SIFT class, which is calculated using a bioinformatic model based on protein sequence homology. SIFT class divide missense mutations into deleterious or partially deleterious (i.e. which totally or partially disrupt the p53 function) as opposed to neutral (tolerable) [7] .
V)
Mutations situated at CpG-sites were recorded and incorporated in survival analysis.
VI)
Nonmissense mutations were defined as any other mutation than missense mutations (frameshift, insertions, deletions, splice, or nonsense).
Additional methods 3
The DAPK methylation specific PCR (MSP) primers, target the antisense strand and amplify the region surrounding the rs13300553 SNP (A/G), as described previously [4, 5] . Several non-CpG cytosines in each of the primers select against the amplification of incompletely converted molecules. Additional CpG sites and non-CpG cytosines in between the primers serve as a control for the amplification of methylated and bisulfite converted template, respectively. We also applied the specific assay for unmethylated DAPK1 sequences, which target the same region to verify that negative samples actually were negative because of unmethylation and not that the DNA was lost during bisulfite conversion.
Genotyping the rs13300553 SNP was done using M-13 tagged DAPK specific PCR primers and sequenced using Sanger sequencing. The primer sequences have been published previously [5] . PCR cycling was performed on the Gene 
